ABSTRACT Here, we report the genome of Fusarium euwallaceae strain HFEW-16-IV-019, an isolate obtained from Kuroshio shot hole borer (a Euwallacea sp.). These beetles were collected in Tijuana, Mexico, from elm trees showing typical symptoms of Fusarium dieback. The final assembly consists of 287 scaffolds spanning 48,274,071 bp and 13,777 genes.
F. graminearum, 36.44 Mb [11] ; F. oxysporum, 61.35 Mb [12] ; F. verticillioides, 41.77 Mb [11, 12] and F. solani, 51.21 Mb [13] ).
Gene models were identified with the evidence-directed AUGUSTUS predictor (14) , which was specially trained for F. euwallaceae using WebAUGUSTUS (15) and full coding sequences derived from a previously assembled transcriptome (unpublished data). AUGUSTUS gene models were improved/corrected using the Maker-P pipeline (16) 20,925) . The genome completeness was assessed using BUSCO (17) , which estimated the genome sequence to be 98.4% complete based on the presence of conserved orthologous gene sets specific to Ascomycota fungi.
The genomic data reported here will be useful to deepen our understanding of Fusarium dieback disease. Our preliminary analyses suggest that the F. euwallaceae genome encodes proteins homologous to those involved in the biosynthesis of polyketide-derived mycotoxins. Undoubtedly, F. euwallaceae can potentially produce an arsenal of toxins and virulence factors. Accession number(s). This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession no. NHTE00000000. The version described in this paper is the second version, NHTE02000000.
